was first refined by projection matching using the 2D class averages of 857 untilted particles, then refined using individual particles. After iterative refinement the model was finally refined by projection matching against the cryo-EM raw images of Tim-Tipin-RPA. ratio for Tim-Tipin-RPAFL using the 31 nt ssDNA (260/280 = 1.05) (C) is most likely due to oligomerization of RPAFL (marked by star). Further, we have observed a small population of oligomers of RPAFL eluting at 0.9 mL and 1.0 to 1.2 mL (marked by a star), which was not observed for Tim-Tipin-RPA. This population is further increased, when the RPA-FL concentration is raised to 32 µM (Supplementary Figure 8B , right). 
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